Here, the genome sequences of two soil bacteriophages isolated from a red chili plantation in Indonesia are presented. The genome of vB_BspS_SplendidRed (42,859 bp) is highly similar to Bacillus phage Ray17 from the United States, while vB_BspM_MarvelLand (156,945 bp) is highly similar to Bacillus phage BC01 from South Korea.
coding potential coverage (20, 21) . Default parameters were used for all software unless otherwise stated.
Analysis of the phage genome sequences suggests that SplendidRed (42,859 bp) is a new member of the Caudovirales Siphoviridae family, having 93% nucleotide similarity by BLASTN (22) to Bacillus phage Ray17, isolated in the United States (23) . MarvelLand (156,945 bp) is likely a member of the Caudovirales Myoviridae family, having 94% nucleotide similarity by BLASTN to Bacillus phage BC01, isolated in South Korea (24) . The SplendidRed and MarvelLand genome termini were determined by BLASTN alignment to Ray17 and BC01, respectively. The current annotation suggests that SplendidRed encodes at least 76 open reading frames (ORFs), while MarvelLand encodes 241 ORFs and 18 tRNAs. These phages encode proteins with predicted functions in DNA metabolism, virion structure, packaging, and cell lysis.
Data availability. The GenBank and SRA accession numbers for the Bacillus phages SplendidRed and MarvelLand are listed in Table 1 . 
